Reported here is the draft genome sequence of an amylase-, protease-, DNase-, oxidase-, gelatinase-, and catalaseproducing, Gram-positive diplobacillus (Bacillus sp. SM1 strain MCC2138), which was isolated from marine coastal waters and has the ability to degum raw silk fabric as well as Ramie fiber. The genome comprises 1.76 Mb with a GC content of 34.5%.
he marine environment is rich in microbial diversity with an expected population of about 3.67 ϫ 10 28 microorganisms (1) . This environment shows striking differences in terms of pressure, salinity, temperature, and light from other water bodies and is expected to harbor diverse microbial populations belonging to aerobic, anoxygenic, and phototrophic groups simultaneously. These populations demonstrate adaptability to maintain intracellular sodium ion concentrations and hence avoid osmotic shock (2). They are a promising source for natural products of the future due to the incredible diversity of chemical compounds that have been isolated from them (3). Proteases account for 60% of the world enzyme market, while 40% are of microbial origin (4) (5) (6) . In lieu of the wide applications of proteases, this biofilm-forming Gram-positive diplobacillus, with optimum temperature of 37°C and pH of 7, was isolated from Mandarmani coastal waters in milk media. The strain (MCC2138) was closest to Bacillus thuringensis at the 16SrDNA (FJ377720) sequence level. It could accumulate Pb, Cr, Ni, Cu, and Co (7). Its extracellular enzyme was efficient in degumming of raw silk fabric (8) as well as Ramie fiber (9) .
SOAPdenovo version 2.04-r240 was used to assemble the raw reads (29 contigs) with a 2.0ϫ coverage generated on an Illumina platform, totaling 17,69,494 bp, with a largest contig length of 5,01,909 bp and N 50 and L 50 values of 216,057 bp and 3 bp, respectively. The contigs submitted to the RAST server (10) revealed 5,580 genes, of which only 27% fall under the subsystem category. The maximum similarity was with Bacillus cereus followed by Bacillus sp. and Bacillus thuringiensis, as per RAST analysis. The functional annotation using Blast2GOPro version 2.8 revealed 3,380 genes responsible for biological processes, 2,210 for cellular components, and 3,205 for molecular functions. A total of 2,059 genes were annotated for metabolic pathways.
The Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number LXJX00000000. The version described in this paper is the first version, LXJX01000000.
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